Macromolecular crystallography (MX) has always been at the cutting edge of data sharing and preservation. The Protein Data Bank was established in 1971 to archive structural models and make them available to the community. Submission of atomic coordinates to the PDB was made mandatory by most journals by the 1990s. Since the 2000s, the submission of structure factors, data one step closer to the experiment, is similarly required by most journals. Now, the idea of archiving the raw diffraction data is gaining ground [1].
